ABSTRACT We report the draft genome sequence of Streptomyces scabrisporus NF3, an endophyte isolated from Amphipterygium adstringens in Chiapas, Mexico. This strain produces a new modified linaridin peptide. The genome harbors at least 50 gene clusters for synthases of polyketide and nonribosomal peptides, suggesting a prospective production of various secondary metabolites.
tionally modified peptide (RiPP) (12) (13) (14) . The operon (21 kbp) contains seven predicted biosynthetic, two regulatory, and two transporter genes, of which 50% do not show similarity to known linaridin operon genes.
Potential host interaction molecules predicted using SignalP (15) include 657 signal peptide-containing genes. Remarkably, one WD-40 repeat protein, a eukaryotic protein that is common but rarely found in prokaryotes (16) , was also identified.
This work indicates novel pathways of investigation for S. scabrisporus NF3, a notable antibiotic-producing strain, whose biologically active secondary metabolites and interaction with the host we plan to examine further. Accession number(s). This whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under the accession no. MWQN00000000. The version described in this paper is version MWQN01000000.
